. Phylogenetic analysis of AUX/IAA co-regulators from maize. Full length amino acid sequences were aligned using MUSCLE using default parameters (VTML 200 substitution matrix with a gap opening penalty of -2.9 a gap extension penalty of 0). The maximum number of iterations was 8 with UPMGB as the cluster method and CLUSTALW for sequence weighting. The initial distance measure was Kmer 6-6 and Kimura % identity used for later iterations. The phylogenetic tree was exported in Newick format and displayed using FigTree V1.4.0. Raw branch lengths are shown to scale.
